orthologues was generated by combining the sequences retrieved in the BLAST searches 23 and the Bacilli and Clostridia sequences were aligned separately using T-coffee [3] . This 24 alignment was then used to produce a HMM profile in HMMBUILD [4] which was the basis 25 for identifying orthologues of each protein in all Bacilli and all Clostridia as well as all 26 bacteria with JackHMMER [5] within the HMMER3 web server [6] . The alignment of all 27 Bacilli or all Clostridia SpoIID, SpoIIP and SpoIIM homologues retrieved from HMMER 28 searches was then used to generate the final HMM profile from which motif conservation 29 was analysed and weblogos created using Skylign [7] . As the alignment of all bacilli and all 30 clostridial orthologues of SpoIID contained other LytB/PG hydrolysis protein families, as well 31 as true SpoIID orthologues, we focused this particular conservation analysis on the 32 alignment of the representative sporeformers after confirming domain architectures. Table S1 -DMP orthologues identification in representative endosporeformers
